. (B) Correlation between the expression level of 109 miRNA seeds and the predicted number of moderate conserved targets. The correlation is positive but the slope is very small (see text).
(C) Distribution of fold change in the expression of target genes in miRNA (hsp-29a) knockout lines between experiments and controls (red lines) and between controls (blue lines). The median increase upo miRNA knockout is < 10%. ( 1 0 ) . (A) A random 50x50 block of the interaction matrix, M, is shown for yeast and human GRN. Off-diagonal elements that are significantly positive or negative (see Fig. 2E -F) are indicated by a color of the heatmap. Diagonal elements are not shown (marked the dashed line). Note that the yeast GRN is slightly denser than human GRN. (B) Distribution of the eigenvalues of GRNs, which are complex numbers with a real and imaginary part. The GRN is constructed with the parameters obtained from the measurements of Fig. 2 with the off-diagonal elements follow a normal distribution ( Fig. 2E-2F ) and the diagonals set to zero. Two different network structures (random network and power law) are modeled but the outputs are similar. The leading eigenvalue, marked by a solid vertical line, has a value of R (Eq. 8 and Eq. 10). The GRN stability requires that R-D < 0. Wh the total repression is constant, the probability of stability increases when the effect is spread more broadl over the network. The increase is most rapid from 1% to 25% and slows down gradually.
(B) Distributions of eigenvalues as miRNA targeting becomes more diffuse. If the repression is concentra on a few genes, only a small fraction of eigenvalues is affected, shown by the outliers on the left. Neither bulk of the distribution nor the leading eigenvalue is noticeably changed. Only when the targeting is sufficiently broad would the entire distribution shift to the left, thus dragging along the leading eigenvalu 
